20
. The herds were assigned to 96 one of three infection levels on the basis of serological examination of meat juice samples collected 97 at the slaughterhouse and action was taken for herds reaching levels two or three (Alban et al. FC-131-1024) followed by multiplexed, paired-end sequencing using a MiSeq platform (Illumina).
136
The six selected isolates are marked with an asterisk in Figure 1 . and Nei, 1993) of 1,000 bootstrap replicates (Felsenstein, 1985) . (Figure 4) .
245
A total of 672 SNPs were identified and used to construct a phylogenetic tree (Figure 4) . None 
